ggtcaagatc 


gccgaagtag 


actgcactgc 


tgaacggaat 


atctgcagca 


1200 


agtattcggt 


acgaggctac 


cccacgttat 


tgcttttccg 


aggagggaag 


1250 


aaagtcagtg 


agcacagtgg 


aggcagagac 


cttgactcgt 


tacaccgctt 


1300 


tgtcctgagc 


caagcgaaag 


acgaacttta 


ggaacacagt 


tggaggtcac 


1350 


ctctcctgcc 


cagctcccgc 


accctgcgtt 


taggagttca 


gtcccacaga 


1400 


ggccactggg 


ttcccagtgg 


tggctgttca 


gaaagcagaa 


catactaagc 


1450 


gtgaggtatc 


ttctttgtgt 


gtgtgttttc 


caagccaaca 


cactctacag 


1500 


attctttatt 


aagttaagtt 


tctctaagta 


aatgtgtaac 


tcatggtcac 


1550 


tgtgtaaaca 


ttttcagtgg 


cgatatatcc 


cctttgacct 


tctcttgatg 


1600 


aaatttacat 


ggtttccttt 


gagactaaaa 


tagcgttgag 


ggaaatgaaa 


1650 


ttgctggact 


atttgtggct 


cctgagttga 


gtgattttgg 


tgaaagaaag 


1700 


cacatccaaa 


gcatagttta 


cctgcccacg 


agttctggaa 


aggtggcctt 


1750 


gtggcagtat 


tgacgttcct 


ctgatcttaa 


ggtcacagtt 


gactcaatac 


1800 


tgtgttggtc 


cgtagcatgg 


agcagattga 


aatgcaaaaa 


cccacacctc 


1850 


tggaagatac 


cttcacggcc 


gctgctggag 


cttctgttgc 


tgtgaatact 


1900 


tctctcagtg 


tgagaggtta 


gccgtgatga 


aagcagcgtt 


acttctgacc 


1950 


gtgcctgagt 


aagagaatgc 


tgatgccata 


actttatgtg 


tcgatacttg 


2000 


tcaaatcagt 


tactgttcag 


gggatccttc 


tgtttctcac 


ggggtgaaac 


2050 


atgtctttag 


ttcctcatgt 


taacacgaag 


ccagagccca 


catgaactgt 


2100 


tggatgtctt 


ccttagaaag 


ggtaggcatg 


gaaaattcca 


cgaggctcat 


2150 


tctcagtatc 


tcattaactc 


attgaaagat 


tccagttgta 


tttgtcacct 


2200 


ggggtgacaa 


gaccagacag 


gctttcccag 


gcctgggtat 


ccagggaggc 


2250 


tctgcagccc 


tgctgaaggg 


ccctaactag 


agttctagag 


tttctgattc 


2300 


tgtttctcag 


tagtcctttt 


agaggcttgc 


tatacttggt 


ctgcttcaag 


2350 


gaggtcgacc 


ttctaatgta 


tgaagaatgg 


gatgcatttg 


atctcaagac 


2400 


caaagacaga 


tgtcagtggg 


ctgctctggc 


cctggtgtgc 


acggctgtgg 


2450 


cagctgttga 


tgccagtgtc 


ctctaactca 


tgctgtcctt 


gtgattaaac 


2500 


acctctatct 


cccttgggaa 


taagcacata 


caggcttaag 


ctctaagata 


2550 


gataggtgtt 


tgtcctttta 


ccatcgagct 


acttcccata 


ataaccactt 


2600 
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tgcatccaac actcttcacc cacctcccat acgcaagggg atgtggatac 2650 

ttggcccaaa gtaactggtg gtaggaatct tagaaacaag accacttata 2700 

ctgtctgtct gaggcagaag ataacagcag catctcgacc agcctctgcc 2750 

ttaaaggaaa tctttattaa tcacgtatgg ttcacagata attctttttt 2800 

taaaaaaacc caacctccta gagaagcaca actgtcaaga gtcttgtaca 2850 

cacaacttca gctttgcatc acgagtcttg tattccaaga aaatcaaagt 2900 

ggtacaattt gtttgtttac actatgatac tttctaaata aactcttttt 2950 

ttttaa 2956 

<210> 90 
<211> 432 
<212> PRT 

<213> Homo sapiens 
<400> 90 

Met Pro Ala Arg Pro Gly Arg Leu Leu Pro Leu Leu Ala Arg Pro 
15 10 15 

Ala Ala Leu Thr Ala Leu Leu Leu Leu Leu Leu Gly His Gly Gly 
20 25 30 

Gly Gly Arg Trp Gly Ala Arg Ala Gin Glu Ala Ala Ala Ala Ala 
35 40 45 

Ala Asp Gly Pro Pro Ala Ala Asp Gly Glu Asp Gly Gin Asp Pro 
50 55 60 

His Ser Lys His Leu Tyr Thr Ala Asp Met Phe Thr His Gly lie 
65 70 75 

Gin Ser Ala Ala His Phe Val Met Phe Phe Ala Pro Trp Cys Gly 
80 85 90 

His Cys Gin Arg Leu Gin Pro Thr Trp Asn Asp Leu Gly Asp Lys 
95 100 105 

Tyr Asn Ser Met Glu Asp Ala Lys Val Tyr Val Ala Lys Val Asp 
110 115 120 

Cys Thr Ala His Ser Asp Val Cys Ser Ala Gin Gly Val Arg Gly 
125 130 135 

Tyr Pro Thr Leu Lys Leu Phe Lys Pro Gly Gin Glu Ala Val Lys 
140 145 150 

Tyr Gin Gly Pro Arg Asp Phe Gin Thr Leu Glu Asn Trp Met Leu 
155 160 165 

Gin Thr Leu Asn Glu Glu Pro Val Thr Pro Glu Pro Glu Val Glu 
170 175 180 
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Pro Pro Ser Ala Pro Glu Leu Lys Gin Gly Leu Tyr Glu Leu Ser 
185 190 195 



Ala Ser Asn Phe Glu Leu His Val Ala Gin Gly Asp His Phe lie 

200 205 210 

Lys Phe Phe Ala Pro Trp Cys Gly His Cys Lys Ala Leu Ala Pro 

215 220 225 

Thr Trp Glu Gin Leu Ala Leu Gly Leu Glu His Ser Glu Thr Val 

230 235 240 

Lys lie Gly Lys Val Asp Cys Thr Gin His Tyr Glu Leu Cys Ser 

245 250 255 

Gly Asn Gin Val Arg Gly Tyr Pro Thr Leu Leu Trp Phe Arg Asp 

260 265 270 

Gly Lys Lys Val Asp Gin Tyr Lys Gly Lys Arg Asp Leu Glu Ser 

275 280 285 

Leu Arg Glu Tyr Val Glu Ser Gin Leu Gin Arg Thr Glu Thr Gly 

290 295 300 

Ala Thr Glu Thr Val Thr Pro Ser Glu Ala Pro Val Leu Ala Ala 

305 310 315 

Glu Pro Glu Ala Asp Lys Gly Thr Val Leu Ala Leu Thr Glu Asn 

320 325 330 

Asn Phe Asp Asp Thr lie Ala Glu Gly lie Thr Phe lie Lys Phe 

335 340 345 

Tyr Ala Pro Trp Cys Gly His Cys Lys Thr Leu Ala Pro Thr Trp 

350 355 360 

Glu Glu Leu Ser Lys Lys Glu Phe Pro Gly Leu Ala Gly Val Lys 

365 370 375 

lie Ala Glu Val Asp Cys Thr Ala Glu Arg Asn lie Cys Ser Lys 

380 385 390 

Tyr Ser Val Arg Gly Tyr Pro Thr Leu Leu Leu Phe Arg Gly Gly 

395 400 405 

Lys Lys Val Ser Glu His Ser Gly Gly Arg Asp Leu Asp Ser Leu 

410 415 420 

His Arg Phe Val Leu Ser Gin Ala Lys Asp Glu Leu 

425 430 

<210> 91 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic oligonucleotide probe 
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